. Genotype inheritance, weights and in situ hybridisation for Atg7. Related to Figure 1. (A) Mendelian inheritance ratios for each genotype for all litters from 3 experimental breeding pairs. No significant difference between expected and observed inheritance ratios (chi-square test, χ 2 (2)=1.50, p=0.68). (B,C) Mouse weight at two age points, for females (B) and males (C). Three-way ANOVA for age, Atg7cKO DAT-Cre and hSNCA genotypes: main effect of age, F (1, 110) =278.784, p<0.001. No other effects or interactions. Data are mean ± SEM. (D) Examples of in situ hybridisation to DAT (i, ii), or Atg7 mRNA (iii-iv) in Atg7cKO DAT-Cre mice, in substantia nigra-ventral tegmental area (i-iv) where Atg7 expression seen in control (circled, iii) is not detectable in cKO (circled, iv), and in hippocampus-cortex (E) where Atg7 expression is preserved. In situ hybridisation (ISH) was performed on adjacent 15 μm sections. Scale bar 50 μm. (A-D) Typical immunoblots of vesicular protein markers with quantification in CPu at 1.5 (upper panels) and 20-24 months (lower panels) old animals. (A) Human α-synuclein levels were analysed using t-test for Atg7cKO DAT-cre between hSNCA animals due to the lack of protein in mSNCA animals.
There were no significant change across genotypes at either age (upper graphs) (A-D) Protein levels were analysed using two-way ANOVA for Atg7cKO DAT-cre and hSNCA. There were no significant changes across genotypes at either age found for (A) Beclin1 (lower graph), (B) LC3b I and II, (C) Lamp1 or Rab7 or (D) Lamp2a. Protein amounts were first normalized to the β-actin loading control and then normalized to average of control animals for the respective age group. Data are mean ± SEM.
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